genes in three approaches. (B) Heatmap of genes with one vote in at least one experiment. Down-regulated results (left); up-regulated results (right). Heat map was used a rank-based visualization method to present the differential expression levels of genes ranked top 2000 down/up regulated genes in at least one dataset. Each column represents an experiment and each row represents one gene. A normalized rank transform is performed on each individual experiment by sorting the p-values from the smallest with the lowest 0 (blue) to the largest with the highest 1 (red). (C) GO enrichment of DE genes, we clustering the GO terms with the intersection of genes within pairwise GO terms. For the each of clustering, we only showed the top three GOs. Enriched GO of down-regulated genes (left); enriched GO of upregulated genes (right). Tables   Table S1 Collected RNA-seq datasets of cellular senescence and quiescence in detail   Table S2, 3 DE 
